Acinetobacter lactucae and Acinetobacter dijkshoorniae were recently described as novel species, and both were reported to be closely related to Acinetobacter pittii. Because they were reviewed and published almost concurrently, their descriptions did not include a specific comparison between these two novel species. Genomic data were provided in both initial descriptions, which simplifies the comparisons. Genome comparisons based on in silico DNA-DNA hybridizations, average nucleotide identity and core genome phylogeny of the type strain genomes establish that these strains are conspecific. Based on the rules of priority, A. dijkshoorniae should be reclassified as a later heterotypic synonym of A. lactucae.
Our laboratory recently described the novel species Acinetobacter lactucae, which was closely related to Acinetobacter pittii [1] . Soon thereafter, the novel species Acinetobacter dijkshoorniae was reported, which was also closely related to A. pittii [2] . Their close relationship to A. pittii and the timing of the new descriptions prompted us to determine the phylogenetic relationship between A. lactucae and A. dijkshoorniae.
A comparison of the 16S rRNA gene sequences for the two type strains showed 100 % homology. Draft genomes of both A. lactucae NRRL B-41902 T (GenBank acc. no. LRPE01) and A. dijkshoorniae JVAP01 T (GenBank acc. no. LJPG01) were reported as part of their descriptions. During our description of A. lactucae, we conducted a phylogenomic analysis of all available genomes representing the genus Acinetobacter that were closely related to A. lactucae. Our original analysis included in silico DNA-DNA hybridization (DDH), average nucleotide identity (ANI) and core genome phylogeny of these genomes. The genome of A. dijkshoorniae JVAP01 T was included in that analysis, under the name of Acinetobacter sp. NB14 (GenBank acc. no. LJPG01). The results of the in silico DDH analysis established that the two type strains in question were conspecific with a DDH of 77.4 % ( Table 1 in [1] ). The results of the ANI analysis confirmed that the two type strains in question were conspecific with an ANI of 97.3 % (Fig. S3 in [1] ). In addition, a core genome phylogeny of the strains demonstrated that A. dijkshoorniae JVAP01 T clustered in the same clade as A. lactucae NRRL B-41902 T (Fig. 3 in [1] ). Based on these results, A. lactucae NRRL B-41902 T and A. dijkshoorniae JVAP01 T are conspecific.
A comparison of the physiological and biochemical features of the two type strains shows phenotype coherence. The only feature we could find conflicting in the phenotypes described is the utilization of citraconic acid, which is likely due to intraspecies variability or assay conditions.
The priority of prokaryotic names is governed by the International Code of Nomenclature of Bacteria [3] . Rule 23a of the code states, 'In a given position, a species can bear only one correct epithet, that is, the earliest that is in accordance with the Rules of this Code'. Rules 23b, 24a and 24b establish the priority of names based on their dates of valid publication in the International Journal of Systematic and Evolutionary Microbiology (IJSEM). In this case, A. lactucae was validly published on 1 September 2016 [1] and A. dijkshoorniae was validly published on 1 October 2016 [2] . Based on the rules of priority, A. dijkshoorniae is a later heterotypic synonym of A. lactucae.
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